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COMPOSITIONS AND METHODS FOR
DETECTING YERSINIA PESTIS BACTERIA

CROSS REFERENCE TO RELATED
APPLICATIONS

This application claims the benefit of priority under 35
U.S.C. 119(e) of U.S. Provisional Application No. 61/042,
189 entitled Compositions And Methods For Detecting
Bacteria, filed Apr. 3, 2008, which is hereby incorporated by
reference.

SEQUENCE LISTING

A Sequence Listing submitted in computer readable form
(CRF) is hereby incorporated by reference. The CRF file is
named 187575US2.ST25.txt, was created on Jun. 15, 2009,
and contains 3.14 kilobytes.

FIELD

The disclosure relates generally to genetically modified
bacteriophage and methods of using the same to detect target
bacterial types.

BACKGROUND

It is beneficial for a method or apparatus used for the
detection of pathogenic microorganisms to have the ability
to quickly provide an accurate result as to the presence or
absence of the microorganism in a sample. This is true for
those methods and apparati used to detect bacterial agents.
Portability of a detection apparatus, enabling its use in the
field, is also beneficial. Many prior art methods for detecting
microorganisms have involved a significant lag time
between sampling and detection and have employed tech-
niques that are not readily adapted to portable devices.

Standard microbiological methods for detecting microor-
ganisms have relied on substrate-based assays to test for the
presence of specific bacterial pathogens. Such methods
typically require growing cultures of the targeted organism,
which can take twenty-four hours or longer.

Alternatives to standard microbiological methods include
the use of antibodies and molecular detection methods. In
many such methods, antibodies are used to first trap and then
separate targeted organisms from other constituents in bio-
logical mixtures. Once isolated, the captured organism can
be concentrated and detected by a variety of different
techniques that do not require cultivating the biological
analyte.

Previously disclosed methods for detecting analyte
include ELISA, dot blot assay, electrochemiluminescence,
flow cytometry, and matrix-assisted laser desorption/ioniza-
tion (MALDI) time-of-flight (TOF) mass spectrometry
(MS).

‘Polymerase Chain Reaction’ (PCR)-based methods have
also been used to detect specific microorganisms in a
sample. Such methods typically involve extraction of the
genetic material (RNA and/or DNA) from a sample, ampli-
fication of a target genetic sequence specific to the micro-
organism of interest, and detection of amplification prod-
ucts.

Methods involving the use of bacteriophage to detect
bacteria of interest in a sample have also been described.
Some methods employing bacteriophage have relied on
detection of bacterial components released from lysed bac-
teria following infection, while others have relied on detec-
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tion of progeny bacteriophage or biological substances asso-
ciated therewith. Genetically modified bacteriophage have
also been described for use in methods of bacterial detection.

Most previously disclosed bacteriophage-based schemes
for the detection of bacteria require bacteriophage replica-
tion and are, accordingly, associated with a significant lag
time to detection. Additionally, many previously disclosed
methods for detecting microorganisms are not readily
adapted for use in portable detection devices. Methods for
more quickly and accurately detecting pathogenic bacteria in
samples, and portable devices compatible with such meth-
ods that enable detection in the field, are highly desirable.

SUMMARY

The present disclosure derives in part from the finding
that a bacteriophage gene encoding a head assembly protein
is expressed, and its product may be detected, very soon
following bacterial infection, particularly, during the late
eclipse or early latent periods. Further, this early expressed
gene product may serve as a surrogate marker for the
presence of bacteria of a target bacterial type. As further
established herein, genetically modified bacteriophage engi-
neered to overexpress the head assembly protein gene, or a
surrogate marker gene in its place, may be used to very
quickly detect the presence of target bacteria without the
need for bacteriophage replication or more than a single
round of bacterial infection.

In accordance with the objectives stated above, in one
aspect, the disclosure provides methods for determining the
presence or absence of bacteria of a target bacterial type in
a sample. The methods may comprise the steps of (i)
providing a sample; (ii) contacting the sample with geneti-
cally modified bacteriophage that are selective for the target
bacterial type under conditions that allow the genetically
modified bacteriophage to infect the target bacteria that may
be present in the sample, thereby producing a bacteriophage
exposed sample, wherein the genetically modified bacterio-
phage comprise a recombinant bacteriophage marker gene
comprising a nucleic acid sequence encoding a bacterio-
phage marker operably linked to an expression control
region that affects expression of the bacteriophage marker
gene during the late eclipse or early latent period following
infection of target bacteria by the genetically modified
bacteriophage; (iii) incubating the bacteriophage exposed
sample for a period of time sufficient to allow the genetically
modified bacteriophage to infect the target bacteria that may
be present in the sample; and (iv) assaying the bacteriophage
exposed sample for the bacteriophage marker encoded by
the bacteriophage marker gene, wherein the assaying step
does not detect the presence of the bacteriophage marker in
the bacteriophage exposed sample in the absence of bacterial
infection, and wherein the presence of the bacteriophage
marker indicates the presence of bacteria of the target
bacterial type in the sample.

In one embodiment, the method further comprises the use
of'a negative control, wherein steps (i)-(iv) are repeated with
a control sample known to lack bacteria of the target
bacterial type to confirm that the assaying step does not
detect the presence of the bacteriophage marker in the
bacteriophage exposed sample in the absence of bacterial
infection.

In one embodiment, the nucleic acid sequence encoding a
bacteriophage marker encodes an endogenous head assem-
bly protein, and the expression control region affects over-
expression of the bacteriophage marker gene encoding the
endogenous head assembly protein.
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In one embodiment, the nucleic acid sequence encoding a
bacteriophage marker encodes a heterologous product, such
as without limitation, a heterologous protein, and the expres-
sion control region affects expression of the bacteriophage
marker gene encoding the heterologous product during the
late eclipse or early latent period.

In one embodiment, the target bacterial type is Yersinia
pestis. In another embodiment, the target bacterial type is
Bacillus anthracis. In another embodiment, the target bac-
terial type is Francisella tularensis. In another embodiment,
the target bacterial type is Burkholderia mallei. In another
embodiment, the target bacterial type is E. coli. In another
embodiment, the target bacterial type is Staphylococcus.

In one embodiment, the genetically modified bacterio-
phage is a genetically modified $ A1122 capable of infecting
Yersinia pestis. Numerous other bacteriophage in the art are
of interest.

In one embodiment, the genetically modified bacterio-
phage is a genetically modified $ A1122 capable of infecting
Yersinia pestis, wherein the nucleic acid encoding a bacte-
riophage marker encodes a ¢$A1122 endogenous head
assembly protein, and wherein the expression control region
affects overexpression of the bacteriophage marker gene
encoding the endogenous head assembly protein following
infection of Yersinia pestis. In one embodiment, the endog-
enous head assembly protein is the 15.8 kDa ¢A1122 head
assembly protein. Other proteins following infection as are
known in the art can be used as well, including, head
proteins, tail fiber proteins, etc.

In one embodiment, the recombinant bacteriophage
marker gene comprises upstream gene ¢p13-Laql?-pTrc-rbs-
gene ¢13.

In one embodiment, the bacteriophage marker is not
surface exposed.

In one embodiment, the bacteriophage marker is not
detectable on intact genetically modified bacteriophage by
the use of an antibody that specifically binds to the bacte-
riophage marker.

In one embodiment, the assaying step involves phage
lysis.

In one embodiment, the bacteria of the target bacterial
type are present in the sample at a concentration of less than
about 1000 cells/ml. In other embodiments the bacteria of
the target bacterial type are present in the sample at a
concentration of less than about 750 cells/ml In further
embodiments the bacteria of the target bacterial type are
present in the sample at a concentration of less than about
500 cells/ml. In still other embodiments the bacteria of the
target bacterial type are present in the sample at a concen-
tration of less than about 250 cells/ml. In still further
embodiments the bacteria of the target bacterial type are
present in the sample at a concentration of less than about
100 cells/ml.

In one embodiment, the incubation step comprises a
period of time less than the time required to initiate a second
cycle of infection by progeny of the genetically modified
bacteriophage.

In one embodiment, the incubation step comprises a
period of time less than the replication time of the geneti-
cally modified bacteriophage.

In one embodiment, the incubation step comprises a
period of time less than about 45 minutes.

In another embodiment the incubation step comprises a
period of time less than about 30 minutes. In further embodi-
ments the incubation step comprises a period of time less
than about 20 minutes. In still another embodiment the
incubation step comprises a period of time less than about 15

10

15

20

25

30

35

40

45

55

60

65

4

minutes. In still further embodiments the incubation step
comprises a period of time less than about 10 minutes. In
additional embodiments the incubation step comprises a
period of time less than about 5 minutes.

In one embodiment, the period of time from the contact-
ing step to obtaining the result from the assaying step
comprises a period of time less about 45 minutes. In another
embodiment, the period of time from the contacting step to
obtaining the result from the assaying step comprises a
period of time less than about 30 minutes. In still another
embodiment, the period of time from the contacting step to
obtaining the result from the assaying step comprises a
period of time less than about 20 minutes. In further embodi-
ments, the period of time from the contacting step to
obtaining the result from the assaying step comprises a
period of time less than about 15 minutes. In another
embodiment, the period of time from the contacting step to
obtaining the result from the assaying step comprises a
period of time less than about 10 minutes. In another
embodiment, the period of time from the contacting step to
obtaining the result from the assaying step comprises a
period of time less than about 5 minutes.

In one embodiment, the assaying step involves the use of
at least one antibody to detect the bacteriophage marker. In
another embodiment, the antibody is a monoclonal antibody.
In another embodiment, the antibody is present on a lateral
flow immunochromatography (LFI) device. In another
embodiment, the antibody is present on a SILAS surface.

In one embodiment, the assaying step involves contacting
the bacteriophage marker with a first antibody specific for
the bacteriophage marker followed by contacting the first
antibody-bacteriophage marker complex with a second anti-
body that is specific for the first antibody or the bacterio-
phage marker. In one embodiment, the first and second
antibodies are the same. In one embodiment, the first and
second antibodies are different. In another embodiment, the
first antibody is a monoclonal antibody and the second
antibody is a polyclonal antibody. In another embodiment,
the antibodies are present on a lateral flow immunochro-
matography (LFI) device.

In one embodiment, the assaying step involves (i) con-
tacting the bacteriophage marker with a first antibody spe-
cific for the bacteriophage marker, wherein the first antibody
is immobilized on a SILAS surface, (ii) contacting the
bacteriophage marker-first antibody complex with a second
antibody, wherein the second antibody is specific for the
bacteriophage marker or the first antibody and is conjugated
to a reactive moiety, and (iii) contacting the first antibody-
bacteriophage marker-second antibody complex with a reac-
tant that forms a precipitate in reaction with the reactive
moiety of the second antibody, which thereby visibly
changes the color of a segment of the SILAS surface. In one
embodiment, the first and second antibodies are the same. In
one embodiment, the first and second antibodies are differ-
ent. In another embodiment, the first antibody is a mono-
clonal antibody and the second antibody is a polyclonal
antibody.

In some embodiments of the present disclosure, aptamers
are used in place of antibodies as agents capable of specifi-
cally binding to a bacteriophage marker.

In some embodiments of the present disclosure, the bac-
teriophage marker used is a nucleic acid.

In one embodiment, the presence of a bacteriophage
marker in an exposed sample induces a color change on a
substrate on a detection device of the present disclosure,
thereby indicating the presence of target bacteria. In another
embodiment, the device comprises a substrate, an immobi-
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lization zone on the substrate which includes an immobili-
zation agent designed to immobilize a bacteriophage marker
or agent bound thereto, and a color moderator, whereby the
presence of the bacteriophage marker or agent bound thereto
causes the immobilization zone to change color. In another
embodiment, the agent bound thereto is an antibody, for
example without limitation a monoclonal antibody. In
another embodiment, the immobilization zone comprises
antibodies, which antibodies bind specifically to the bacte-
riophage marker or agent bound thereto. In one embodiment,
the color moderator comprises colored beads. In another
embodiment, the color moderator comprises a reacting agent
and an enzyme which form a precipitate upon reacting. In
one embodiment, the detection device comprises a lateral
flow strip. In another embodiment, the detection device
comprises a SILAS surface.

In one aspect, the present disclosure provides genetically
modified bacteriophage selective for a target bacterial type.
The genetically modified bacteriophage comprise a recom-
binant bacteriophage marker gene, which marker gene com-
prises a nucleic acid sequence encoding a bacteriophage
marker operably linked to an expression control region that
is capable of affecting expression of the bacteriophage
marker gene during the late eclipse or early latent period
following infection of bacteria of the target bacterial type.

In one embodiment, the target bacterial type is Yersinia
pestis. In another embodiment, the target bacterial type is
Bacillus anthracis. In another embodiment, the target bac-
terial type is Francisella tularensis. In another embodiment,
the target bacterial type is Burkholderia mallei. In another
embodiment, the target bacterial type is E. coli. In another
embodiment, the target bacterial type is Staphylococcus.

In one embodiment, the genetically modified bacterio-
phage is a genetically modified $ A1122 capable of infecting
Yersinia pestis.

In one embodiment, the nucleic acid sequence encoding a
bacteriophage marker encodes an endogenous head assem-
bly protein, and the expression control region affects over-
expression of the recombinant bacteriophage marker gene
encoding the endogenous head assembly protein.

In one embodiment, the nucleic acid sequence encoding a
bacteriophage marker encodes a heterologous product, such
as without limitation, a heterologous protein, and the expres-
sion control region affects expression of the bacteriophage
marker gene encoding the heterologous product during the
late eclipse or early latent period.

In one embodiment, the nucleic acid sequence encoding a
bacteriophage marker encodes a ¢A1122 endogenous head
assembly protein, and the expression control region affects
overexpression of the bacteriophage marker gene encoding
the endogenous head assembly protein following infection
of Yersinia pestis. In another embodiment, the endogenous
head assembly protein is the 15.8 kDa ¢A1122 head assem-
bly protein.

In one embodiment, the recombinant bacteriophage
marker gene comprises upstream gene ¢p13-Laql?-pTrc-rbs-
gene ¢13.

In one aspect, the disclosure provides devices for detect-
ing bacteria of a target bacterial type. In another embodi-
ment, the device is an LFI device. In another embodiment,
the device comprises a SILAS surface.

In another embodiment, the detection device is an LFI
device comprising a first antibody that specifically binds to
a bacteriophage marker, and a second antibody that specifi-
cally binds either the bacteriophage marker or the first
antibody, wherein the bacteriophage marker is produced
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during the late eclipse or early latent period following
infection of target bacteria by a genetically modified bacte-
riophage of the disclosure.

In one embodiment, the first antibody binds to an endog-
enous bacteriophage head assembly protein. In one embodi-
ment, the endogenous bacteriophage head assembly protein
is the 15.8 kDa ¢A1122 head assembly protein.

In one embodiment, the detection device comprises a
SILAS surface and an antibody that specifically binds to a
bacteriophage marker, wherein the bacteriophage marker is
produced during the late eclipse or early latent period
following infection of target bacteria by a genetically modi-
fied bacteriophage of the disclosure.

In one embodiment, the antibody binds to an endogenous
bacteriophage head assembly protein.

In one embodiment, the endogenous bacteriophage head
assembly protein is the 15.8 kDa ¢pA1122 head assembly
protein.

In one aspect, the present disclosure provides methods for
determining the resistance or susceptibility of a target bac-
terial type to an antibiotic. The methods comprise the steps
of (i) dividing a primary sample containing bacteria of a
target bacterial type into a first and a second sample; (ii)
adding antibiotic to the first sample alone; (iii) contacting
the first and second samples with genetically modified
bacteriophage that are selective for the target bacterial type
under conditions that allow the genetically modified bacte-
riophage to infect target bacteria that are present in the
second sample and may be present in the first sample,
thereby producing first and second bacteriophage exposed
samples, wherein the genetically modified bacteriophage
comprise a recombinant bacteriophage marker gene com-
prising a nucleic acid sequence encoding a bacteriophage
marker operably linked to an expression control region that
affects expression of the bacteriophage marker gene during
the late eclipse or early latent period following infection of
target bacteria by the genetically modified bacteriophage;
(iv) incubating the bacteriophage exposed samples for a
period of time sufficient to allow the genetically modified
bacteriophage to infect target bacteria present in the second
sample; (v) assaying the bacteriophage exposed samples for
the bacteriophage marker encoded by the bacteriophage
marker gene, wherein the assaying step does not detect the
presence of the bacteriophage marker in a bacteriophage
exposed sample in the absence of bacterial infection; and
(vi) comparing the results of the assaying step for the first
and second bacteriophage exposed samples, wherein
decreased bacteriophage marker in the first bacteriophage
exposed sample compared to the second bacteriophage
exposed sample indicates that the target bacterial type is
sensitive to the antibiotic.

In one aspect, the disclosure provides kits for determining
the presence or absence of bacteria of a target bacterial type
in a sample. In one embodiment, the kit comprises a first
container comprising a genetically modified bacteriophage
capable of infecting the target bacterial type; and a substrate
at least a portion of which changes color if the bacteriophage
marker is present in the bacteriophage exposed sample. In
one embodiment, the kit further comprises a second con-
tainer containing a buffer solution. In one embodiment, the
substrate comprises a lateral flow strip or a SILAS surface.
In one embodiment, the first container includes a dropper
designed to release drops of a predetermined size.

In one aspect, the disclosure provides methods for detect-
ing a plurality of bacterial types of interest simultaneously.
In one embodiment, the methods involve the use of a
plurality of distinct genetically modified bacteriophage spe-



US 9,441,204 B2

7

cific for each type of bacteria. In one embodiment, the
distinct genetically modified bacteriophage comprise dis-
tinct bacteriophage marker genes. In one embodiment, the
plurality of distinct genetically modified bacteriophage are
added to the same sample.

BRIEF DESCRIPTION OF THE DRAWINGS

FIG. 1 shows PCR amplification primers and conditions
for amplification of upstream gene ¢13, Laql?, pTrc-rbs, and
gene ¢13.

FIG. 2 shows cloning strategy for assembling a construct
comprising upstream gene $13, Laql?, pTrc-rbs, and gene
$13.

FIG. 3 shows cloning strategy for assembling a construct
comprising upstream gene $13, Laql?, pTrc-rbs, and gene
$13.

FIG. 4 shows an exemplary MALDI spectrum, sample
preparation 1 hour post infection of Yersinia pestis by
$A1122, revealing head assembly protein signal at 15.8 kDa.

FIG. 5 shows the sequence of the 15.8 kDa ¢A1122 head
assembly protein.

FIG. 6. MALDI spectra for conditions as indicated, show-
ing production of endogenous head assembly protein fol-
lowing infection of bacteria with wildtype ¢ A1122. 3 hour
amplification experiments with initial bacterial concentra-
tion of 10® cells/mL. MOI=0.003. MALDI-MS spectra of
$A1122 phage amplified in Y. pestis cells in the mass range
of 12-20 kDa.

FIG. 7. MALDI spectra for conditions as indicated, show-
ing production of endogenous head assembly protein fol-
lowing infection of bacteria with wildtype ¢ A1122. 3 hour
amplification experiments with initial bacterial concentra-
tion of 107 cells/ml. MOI=0.03. MALDI-MS spectra of
$A1122 phage amplified in Y. pestis cells in the mass range
of 12-20 kDa.

FIG. 8. MALDI spectra for conditions as indicated, show-
ing production of endogenous head assembly protein fol-
lowing infection of bacteria with wildtype ¢ A1122. 3 hour
amplification experiments with initial bacterial concentra-
tion of 10° cells/ml. MOI=0.3. MALDI-MS spectra of
$A1122 phage amplified in Y. pestis cells in the mass range
of 12-20 kDa.

FIG. 9. Graph showing the time course of $A1122 infec-
tion of Yersinia pestis. The 15.8 kDa endogenous head
assembly protein is produced during the late eclipse/early
latent period.

FIG. 10. MALDI spectra for ¢-A1122 without (A) and
with (B) pretreatment with §-mercapto ethanol.

DETAILED DESCRIPTION

The present disclosure relies on the use of genetically
modified bacteriophage to detect the presence of bacteria of
a target bacterial type in a sample, and exploits the highly
specific phage-bacterial infection to provide a bacterial
detection method which is highly specific to target bacteria,
very sensitive and fast. Following incubation of genetically
modified bacteriophage with a sample, the exposed sample
is assayed for the product of a recombinant bacteriophage
marker gene, referred to herein as the bacteriophage marker,
in order to assess whether bacterial infection has occurred
and, accordingly, whether target bacteria are present in the
sample. The bacteriophage marker may be detected by any
suitable means, including but not limited to detection
through the use of lateral flow strips, a SILAS surface, or a
MALDI mass spectrometer.
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A highlight of the present disclosure is that complete
bacteriophage replication, the production of progeny bacte-
riophage, and multiple rounds of bacterial infection are not
required to achieve adequate amplification and production of
a detectable signal. Rather, the genetically modified bacte-
riophage of the disclosure are engineered to express a
recombinant bacteriophage marker gene at levels sufficient
to allow detection after a single infection. Further, the
recombinant bacteriophage marker gene is engineered to be
expressed very early following infection, particularly during
the late eclipse or early latent period. Both of these qualities
significantly reduce the lag time to detection of target
bacteria in a sample, a feature highly desirable in devices
and methods used to detect pathogenic bacteria.

Methods for Detecting Target Bacteria

In one aspect, the disclosure provides methods for deter-
mining the presence or absence of a bacteria of a target
bacterial type in a sample.

In a embodiment, the target bacterial type is Yersinia
pestis. In another embodiment, the target bacterial type is
Bacillus anthracis. In another embodiment, the target bac-
terial type is Francisella tularensis. In another embodiment,
the target bacterial type is Burkholderia mallei. In another
embodiment, the target bacterial type is E. coli. In another
embodiment, the target bacterial type is Staphylococcus.

The methods comprise combining genetically modified
bacteriophage of the disclosure with a sample to be tested for
the presence of target bacteria, to form a bacteriophage
exposed sample. In another embodiment, the bacteriophage,
may be in a suspension or solution, and may be added in a
predetermined concentration to the sample. The object of the
method is to detect a specific bacterial type, i.e., the “target
bacterial type”, and a correspondingly specific genetically
modified bacteriophage is used. For example, a genetically
modified $A1122 capable of infecting Yersinia pestis can be
used to specifically detect Yersinia pestis.

To detect multiple target bacterial types, one species of
bacteriophage specific to each target bacterial type may be
added to a single test sample, or individually to divisions
thereof. For the purposes of simplicity, the method will be
described henceforth as it applies to detecting a single target
bacterial type.

A sample is generally in a liquid form but can be a solid
or a powder. The sample can be a mixture or suspension
containing many different organic and inorganic com-
pounds. It may be pretreated in a variety of ways to prepare
it for testing. For example, the sample may be purified or
filtered to remove unwanted components or to concentrate
bacteria. It may be cultured in a media conducive to the
incubation of the target bacteria or to induce the target
bacteria into a more viable state. The sample may be in a
relatively untreated state such as might be the case with a
sputum, blood, or water sample.

The bacteriophage itself may be added to the sample in a
variety of forms. It may be added in a dry state. The
bacteriophage may be mixed or suspended into a liquid
reagent mixture. It may be suspended in a vial to which the
sample is added. It also may take any other suitable form.
The bacteriophage added to the sample is sometimes herein
referred to as “the parent phage”. Once contacted with
bacteriophage, the sample is referred to as a bacteriophage
exposed sample.

The bacteriophage exposed sample may be incubated for
a predetermined time. Incubation may be for a sufficient
time to allow production of the bacteriophage marker in
infected target bacteria if present in the exposed sample. The
bacteriophage exposed sample is in a condition that is
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conducive to phage infection of the target bacteria. This can
be accomplished in a variety of ways well known to those
skilled in the art. For example, the parent phage may be
mixed into a reagent that, when added to the sample, results
in a test sample conducive to infection. The sample may be
prepared in many different ways to establish conditions
conducive to phage infection.

Assuming there were target bacteria in the sample, the test
sample will contain a bacteriophage marker. The parent
phage infects the target bacteria by attaching themselves to
cell walls of the target bacteria and injecting the viral nucleic
acid to create infected bacteria. The recombinant bacterio-
phage marker gene is then abundantly expressed in the
infected bacteria. In one embodiment, the method involves
lysing bacteria. In one embodiment, a microbial lysozyme is
added to the bacteriophage exposed sample. In one embodi-
ment, lysing involves adding chloroform to the bacterio-
phage exposed sample, treating the bacteriophage exposed
sample with acid, or otherwise physically processing the
bacteriophage exposed sample.

Importantly, in contrast to other methods, production of
progeny phage, rupturing of the host, release of progeny
phage into the test sample and subsequent rounds of bacte-
rial infection are not required in the present disclosure.
Moreover, while many prior art methods rely on detecting
intact progeny phage, a highly embodiment of the present
disclosure involves the detection of an overexpressed head
assembly protein, which is not accessible for detection on
intact progeny phage. In a less embodiment of the disclo-
sure, wherein progeny phage are produced, the methods
involve lysing progeny phage to expose the product of a
recombinant bacteriophage marker gene.

The bacteriophage marker is an indirect indicator of the
presence of target bacteria in the sample. Where the bacte-
riophage marker is a component of parent phage, the initial
concentration of parent phage in the exposed sample may be
controlled such that the background signal produced is
undetectable in the assay. Thus, if no target bacteria are
present in the sample, no infection occurs, no recombinant
bacteriophage marker gene is expressed, and no new bac-
teriophage marker is synthesized. In one embodiment, a
negative control is run using a control sample that is known
to lack the target bacterial type in order to confirm that the
bacteriophage used does not produce a background signal in
the assay. Other aspects of the disclosure may provide for
use of a negative control to identify a background signal that
is distinguishable from any signal arising from an exposed
sample comprising target bacteria. Thus, in another embodi-
ment of the disclosure, the assaying step is capable of
detecting bacteriophage marker in the absence of bacterial
infection, but the signal is distinguishable from that pro-
duced following bacterial infection.

Methods for detecting bacteriophage include ELISA
(Kofitsyo S. Cudjoe, Therese Hagtvedt, and Richard Dainty,
“Immunomagnetic Separation of Salmonella From Foods
And Their Detection Using Immunomagnetic Particle”,
International Journal of Food Microbiology, 27 (1995), pp.
11-25), dot blot assay (Eystein Skjerve, Liv Marit Rorvik,
and Orjan Olsvick, “Detection Of Listeria Monocytogenes
In Foods By Immunomagnetic Separationtl A, pplied and
Environmental Microbiology, November 1990, pp. 3478-3
48 1), electrochemiluminescence (Hao Yu and John G.
Bruno, Immunomagnetic-Electrochemiluminescent Detec-
tion Of Escherichia coli 0157 and Salmonella typhimurium
In Foods and Environmental Water Samples™, Applied and
Environmental Microbiology, February 1996, pp. 587-592),
and flow cytometry (Barry H. Pyle, Susan C. Broadway, and
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Gordon A. McFeters, “Sensitive Detection of Escherichia
coli 0157:H7 In Food and Water By Immunomagnetic
Separation And Solid-Phase Laser Cytometry”, Applied and
Environmental Microbiology, May 1999, pp. 1966-1972).
Although these tests provide satisfactory results, they are
laborious to perform and give binary responses (yes/no) that
are highly susceptible to false-positive results due to cross-
reactivity with non-target analytes. Another method for
detecting analyte is matrixassisted laser desorption~ioniza-
tion (M ALDI) time-of-flight (TOF) mass spectrometry
(MS) (Holland et al., 1996; van Barr, 2000; Madonna et al.,
2000). Electrospray ionization (ESI) may also be used.

In various embodiments, the assay step may involve
immunochemistry, for example without limitation, ELISA,
radio immuno assay (RIA), lateral flow immunochromatog-
raphy. In other embodiments, the assay step may involve
mass spectrometry (MS) and/or ionization, for example
without limitation, MALDI-TOF/MS, Liquid Chromatogra-
phy (LC)-MS, and electrospray ionization (ESI)-MS.

Any detection method or apparatus that detects the bac-
teriophage marker will suffice for the method. methods are
immunoassay methods utilizing antibody-binding events to
produce detectable signals including ELISA, flow cytom-
etry, western blots, aptamer-based assays, radioimmunoas-
say, immunoflouresence, and lateral flow immunochro-
matography (LFI). Other methods are matrix-assisted laser
desorption/ionization with time-of-flight mass spectrometry
(MALDI-TOF-MS), sometimes referred to herein as
MALDI, and the use of a SILAS surface which changes
color as a detection indicator. Also contemplated are PCR,
genetic probe biosensors, photoaptamers, molecular bea-
cons, and gel electrophoresis. Other aspects of the disclosure
are methods that are adaptable to portable devices, such as
without limitation, LF1. Assays may be done using a detec-
tion device of the present disclosure.

In another embodiment, wherein progeny phage are pro-
duced, phage dissociation may be done. Phage dissociation
may comprise adding a phage dissociation agent to the
exposed sample. The phage dissociation agent breaks up the
phage particles into their constituent components including
individual capsid proteins and viral nucleic acids. Examples
of phage dissociation agents are acid treatments, urea,
denaturing agents, and enzymes. Any suitable phage disso-
ciation agent may be used.

In one embodiment, the bacteriophage marker is a com-
ponent of parent phage, and the concentration of parent
phage in the exposed sample is kept below the background
detection limit. The potentially low concentration of parent
phage may result in conditions where the ratio of parent
phage to target bacteria in the exposed sample is less than 1;
i.e., the Multiplicity Of Infection (MOI) is low. To ensure
that all target bacteria in the test sample have a high
probability of being infected, the incubation time can be
made be made longer, for example, a time period greater
than that from time of infection to late eclipse or early latent
period. It may be beneficial that the parent bacteriophage do
not obfuscate the bacteriophage marker signal that follows
from infection of target bacteria when a higher MOL e.g.,
MOIs greater than 1, such as, without limiting, greater than
5, are used.

In one embodiment, parent phage may be tagged and
removed from an exposed sample to reduce background.
See, for example, US 2005/0003346.

Screening Methods

In one aspect, the disclosure provides methods for detect-
ing the susceptibility or resistance of a target bacterial type
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to an agent. Susceptibility to an agent means target bacteria
growth and/or survival is sensitive to the agent. The agent
may be an antibiotic.

A sample containing the target bacteria is divided into
two, a first sample and a second sample. A first agent, for
example without limitation, an antibiotic, is added to the first
sample whereupon the target bacteria in the first sample
exhibit reduced growth and/or survival if they are not
resistant to the first agent. The first and second samples are
exposed to genetically modified bacteriophage appropriate
to the target bacterial type. Following incubation, the first
and second exposed samples are assayed for the bacterio-
phage marker, and results from the first and second samples
are compared. A reduction in bacteriophage marker in the
first exposed sample (i.e., the one receiving agent) as com-
pared to the second exposed sample indicates that the target
bacteria are sensitive to the agent.

To screen for resistance to any one of a range of agents
simultaneously, all of the agents of interest may be added to
the first sample. This comparative process can also be used
to test whether a bacterial decontamination process has been
successful. By dividing a sample into a control portion and
a test portion, the effectiveness of bacteriological methods
and materials can be tested. Those skilled in the art will
recognize that the processes of the disclosure can be used in
nearly every instance where it is desirable to determine if
live bacteria are present.

Construction of Genetically Modified Bacteriophage

In one aspect, the disclosure provides genetically modi-
fied bacteriophage capable of infecting bacteria of a target
bacterial type, and methods of making the same.

The genetic manipulation of bacteriophage is well known
in the art. Regarding bacteriophage, the use thereof as
cloning vectors, and the generation of genetically modified
bacteriophage, see, for example, Ausubel et al., Current
Protocols in Molecular Biology, Section III Vectors Derived
from Lambda and Related Bacteriophages, ISBN: 978-0-
471-50338-5. Regarding ¢A1122, see for example, Garcia et
al., J. Bacteriol. 2003 September; 185(17):5248-62.

The genetically modified bacteriophage of the disclosure
comprise a recombinant bacteriophage marker gene. A
recombinant bacteriophage marker gene comprises a nucleic
acid sequence encoding a bacteriophage marker operably
linked to an expression control region that affects expression
of the recombinant bacteriophage marker gene during the
late eclipse or early latent period following infection of
target bacteria.

In one embodiment, the recombinant bacteriophage
marker gene encodes an endogenous bacteriophage product.
In another embodiment, the endogenous bacteriophage
product is a head assembly protein. In another embodiment,
the bacteriophage is a genetically modified $A1122 com-
prising recombinant bacteriophage marker gene encoding a
$A1122 head assembly protein, such as without wishing to
be limited, the 15.8 kDa head assembly protein, and the
expression control region is modified compared to the
endogenous head assembly protein gene and affects over-
expression of the head assembly protein gene following
infection of Yersinia pestis.

In one embodiment, the recombinant bacteriophage
marker gene encodes a heterologous product, such as with-
out wishing to be limited, a heterologous protein, and the
expression control region affects expression of the heterolo-
gous product during the late eclipse or early latent stage
following infection of the corresponding bacterial type.

In one embodiment, a recombinant bacteriophage marker
gene replaces a portion or all of an endogenous bacterio-
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phage gene in a genetically modified bacteriophage. Owing
to the fact that the present disclosure does not require
production of progeny phage for signal detection, endog-
enous genes essential to phage replication and progeny
phage formation may be deleted or replaced, and parent
phage may be produced by providing such factors in trans.

In one embodiment, targeted insertion of a recombinant
bacteriophage marker gene into a bacteriophage genome is
done. Such insertion may be done using standard enzymatic
processes, e.g., enzymatic digestion and ligation processes,
or may be done using homologous recombination, or by
other means known for targeted insertion. In a embodiment,
a recombinant bacteriophage marker gene is inserted into a
head assembly protein gene locus in a bacteriophage
genome.

In one embodiment, the bacteriophage is selected from
the group of bacteriophage capable of infecting Yersinia
pestis, Bacillus anthracis, Francisella tularensis, Burkhold-
eria mallei, E. coli, or Staphylococcus.

Detection Devices

In one aspect, the disclosure provides devices useful for
the detection of target bacteria by way of the detection of a
bacteriophage marker.

In one embodiment, the disclosure provides LFI devices
useful for the detection of a bacteriophage marker. A lateral
flow strip may include a sample application pad, a conjugate
pad, a substrate in which a detection line and optionally an
internal control line are formed, and an absorbent pad, all
mounted on a backing, for example without limitation, a
plastic backing. See, for example, U.S. 2005/0003346. The
substrate may be a porous mesh or membrane. The conju-
gate pad may contain colored beads each of which has been
conjugated to a first antibody, forming first antibody-bead
conjugates. In one embodiment, the first antibody selectively
binds to the bacteriophage marker in the exposed sample. In
one embodiment, a detection line and a control line are both
reagent lines and each form an immobilization zone; that is,
they contain a material that interacts in an appropriate way
with the bacteriophage marker or the first antibody attached
thereto. In one embodiment, the interaction is one that
immobilizes the bacteriophage marker. A detection line may
comprise immobilized second antibodies, with antibody line
perpendicular to the direction of flow along the strip, and
being dense enough to capture a significant portion of the
bacteriophage marker. In one embodiment, the second anti-
body binds to the first antibody. In one embodiment, the
second antibody binds to the bacteriophage marker. In one
embodiment, the second antibody and the first antibody are
identical. In another embodiment, the second antibody and
the first antibody are distinct. In one embodiment, the first
antibody is a monoclonal antibody. Optionally, the strip may
include a second reagent line, optionally including a third
antibody. The third antibody may or may not be identical to
one or more of the first and second antibodies. The second
reagent line may serve as an internal control zone to test if
the assay functioned properly.

In one embodiment, one or more drops of an exposed
sample may be added to the sample pad. The exposed
sample flows along the lateral flow strip toward the absor-
bent pad at the opposite end of the strip. As the bacterio-
phage marker molecules, if present, flow along the conjugate
pad toward the membrane, they pick up one or more of the
first antibody-bead conjugates forming marker-bead com-
plexes. As the marker-bead complexes move over second
antibodies they form an immobilized and concentrated
marker-bead-second antibody complex. If enough marker-
bead complexes bind to the row of immobilized second
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antibodies, a colored line becomes visible to the naked eye.
A visible line indicates that the target bacteria were present
in the sample. If no line is formed, then target bacteria were
not present in the sample or were present in concentrations
too low to be detected with the lateral flow strip. In some
aspects of the disclosure, the parent phage alone do not
produce a visible line on the lateral flow strip. The antibody-
bead conjugates are color moderators that are designed to
interact with the bacteriophage marker. When they are
immobilized in the immobilization zone, they cause the
immobilization zone to change color.

In one embodiment, a device comprising a SILAS surface
is used for detection of a bacteriophage marker. A SILAS
surface comprises a semiconducting or insulating wafer
having an optical coating covered with an attachment poly-
mer. As known in the art, the SILAS surface is designed to
reflect specific wavelengths of light and to attenuate others
by interference. These surfaces generate a visible signal by
the direct interaction of light with the thin films formed on
the surface. The thin films include optical coatings and/or
biological films created by binding of specific target mol-
ecules to the surface. A positive result is usually seen as a
color change from gold to purple because the optical path of
the light is lengthened by the accumulated biological mass
on the surface. The thickness and refractive index of the film
determines the particular colors and shades that are
observed. Generally, wavelengths of light which reflect from
the surface in phase with the incoming light will be additive,
or undergo constructive interference, and thus be visible.
Wavelengths that reflect from the surface out of phase with
the incoming light will be attenuated through destructive
interference and will not emerge from the films. In some
aspects, the wafer comprises silicon, the optical coating
comprises silicon nitride, and the attachment polymer com-
prises a hydrophobic polymer. The SILAS surface may be
used indicate the presence of a bacteriophage marker. In one
embodiment, a first antibody specific to the bacteriophage
marker is attached to the attachment polymer, the surface of
which becomes an immobilization zone. An exposed sample
is contacted to the surface. If the bacteriophage marker is
present, it attaches to the first antibody. A second detector
antibody may be contacted to the surface and attaches to the
bacteriophage marker or the first antibody. The second
antibody is labeled with a reacting agent, such as horseradish
peroxidase (HRP) or alkaline phosphatase. Then an enzyme,
such as 3,3',5,5' tetramethylbenzidine (TMB), is applied to
the surface which reacts with the HRP to form a precipitant
which forms a thin film layer which alters the color of the
surface. Thus, the presence of the bacteriophage marker
causes the immobilization zone to change color. SILAS
surfaces are available from Thermo Flectron Corporation,
81 Wyman Street, Waltham, Mass. 02454-9046. For more
details, see, for example, U.S. 2005/0003346.

Kits

In one aspect, the disclosure provides kits useful for the
detection of target bacterial types in a sample.

In one embodiment, a kit includes a container of buffer
solution, a reaction container, and one or more detection
elements. Kits of the present disclosure may also include
packaging materials, directions for use, information pam-
phlets, receptacles for holding test kit parts, protective
casing, etc. Reference detection elements indicating the
expected result if no target bacteria are present may also be
included. For example, if the detection element is a lateral
flow strip, the reference detection element may be an iden-
tical lateral flow strip on which a reference exposed sample
has been applied wherein the sample had no target bacteria
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present. The reaction container may include a container
body and a container closure. In one embodiment, the
reaction container body is a bottle and the reaction container
closure is a bottle cap. The reaction container contains
genetically modified bacteriophage. In another embodiment,
a predetermined amount of genetically modified bacterio-
phage is attached to the interior wall of the reaction con-
tainer body. The cap may be a screw-on cap having interior
threads that mate with threads on the top portion of bottle.
The cap may include a dispenser, which may be a dropper
head designed to release drops of a predetermined size. In
another embodiment, the detection element is a lateral flow
strip, but it also could be a SILAS surface element.

In one embodiment, the kit is used as follows. The
reaction bottle is decanted by removing the cap and the
dropper head and adding a volume, e.g., about 5 milliliters,
of sample. Then the buffer solution is added. The dropper
head and cap are replaced on the bottle, and the capped
reaction container is shaken, in some aspects for a prescribed
amount of time, such as without limitation, one minute, and
the solution is then incubated by allowing it to sit for another
prescribed amount of time, such as without limitation, ten
minutes. The cap is then removed and a prescribed amount
of'the incubated sample is released onto the sample pad. The
user then waits for, in some aspects a predetermined amount
of time, such as without limitation, three minutes. The user
looks in the detection window for the results. In a embodi-
ment, a first color, such as blue, appears if the sample
contains the bacterial type for which the test kit is specified.
If no line of the first color appears, the test is negative.
Optionally, a second line, which may be of a second color,
appears to indicate that the test is valid. If a reference
detection element is used, then the test line may be com-
pared to the reference line to determine if the test is positive
or negative.

EXPERIMENTAL
Example 1
Detection of $A1122 Head Assembly Protein

Phage semi-purification and purification: A modified pro-
cedure of that used by Sambrook et al., (Molecular Cloning:
A Laboratory Manual. 1989: Cold Spring Harbor Laboratory
Press) for polyethylene glycol (PEG) precipitation and
cesium chloride (CsCl) gradient purification of phage
samples was used. To 500 mL of 0.22 micron filtered phage
stock 50 g of PEG 8000 (10% w/v) and 30 g of NaCl were
dissolved at room temperature with stirring or shaking. The
sodium chloride was added to promote the dissociation of
phage particles from any nucleic acids remaining in solu-
tion. The mixture was then iced for no less than one hour or
refrigerated overnight to precipitate the phage particles.
Precipitated phage were pelletized by centrifugation (11,
000xg for 15 min at 4° C.) and resuspended in 8 mL of
0.85% normal saline solution. An equal amount of chloro-
form was added and the solution was vortexed for 30
seconds and centrifuged at 4,000xg for 15 minutes at 4° C.
The aqueous phase (top layer) containing phage particles
was collected and considered as semi-purified. To obtain a
purified preparation, PEG-precipitated phage samples were
subjected to a CsCl equilibrium gradient. To a 35 mL
polyallomar tube containing 5-7 mL of phage, a 4 step
CsCI:TE gradient was prepared and underlaid in the follow-
ing order: 1:2; 1:1, 2:1, 1:0. The gradients were ultra-
centrifuged for 24 hours at 25,000 rpm using a SW-28 rotor
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and LM-8 Beckman Ultracentrifuge. Purified phage bands
were collected above the 2:1 layer, dialyzed against 0.85%
saline and 0.2 pum filter sterilized before analysis by
MALDI-MS.

MALDI preparation: Ferulic acid (15 mg/ml) in a 17:33:
50 mixture of 88% formic acid, acetonitrile and de-ionized
water solution was utilized as the matrix (see Madonna et al.,
Rap. Commun. Mass Spectrom, 2000. 14: p. 2220.) Mass
spectra were obtained with a 337 nm N2 laser in linear mode
using a PerSeptive Biosystems Voyager-DE STR+MALDI-
TOF-MS (Applied Biosystems, Inc. Framingham Mass.,
USA). Samples were applied to a hydrophobic target plate
using the dried droplet method in a sandwich fashion as
follows: 0.5 uL. of matrix: 0.5 ulL of sample: 0.5 pL. of matrix.
The following parameters were used to collect spectra:
accelerating voltage 25 kV; grid voltage 75%; delayed
extraction time of 100 ns; and 2 kDa low mass ion gate.
Mass spectra were acquired as an average of 150 laser shots
taken from 3 replicate sample spots (50 shots per spectrum).
Raw data from Data Explorer (Applied Biosystems, Inc.
Framingham, Mass., USA) was exported into SigmaPlot 7.0
(Point Richmond, Calif. USA) for spectral comparison.

Results: The MALDI-MS spectral profile comparison for
phage $A1122 is shown for the semi-purified preparation in
FIG. 4A and the purified preparation in FIG. 4B. The singly
charged major capsid protein is obtained at a mass of 36.6
kDa in both spectra correlating extremely well to the cal-
culated sequenced mass of the major capsid protein for this
phage. The gradient-purified preparation clearly shows the
presence of a doubly charged capsid protein at a mass of
18.3 kDa. The signal intensity is consistently stronger for the
capsid protein in the gradient purified preparation than the
semi-purified preparation. Interestingly, the singly charged
capsid protein and its doubly charged species almost disap-
pear relative to a large ionizing signal obtained at 15.8 kDa
in the semi-purified phage preparation (FIG. 4A), while the
purified phage spectrum clearly lacks the 15.8 kDa signal.
The absence of the 15.8 kDa signal in the purified MALDI-
MS spectrum suggests that the head assembly protein
becomes internalized or degraded upon completion of
assembling a fully mature capsid. The assembly of an
icosahedral capsid is known to be constructed around the
head to tail connector via formation of a procapsid or inner
shell. A scaffolding or assembly protein, like the head
assembly protein of phage $A1122, is not only required in
the construction of a procapsid, but also for nucleation of the
coat proteins about the inner shell to form a fully mature
phage. Assembly proteins are typically not found as part of
mature phage and may be internalized as the assembly of
mature capsid proceeds via nucleation of ~415 capsid pro-
teins on the outside and assembly proteins on the inside of
the inner shell, shielding them from ionization. Evidence
supporting this is obtained from TEM micrographs of the
two different A1122 phage preparations (data not shown).
A micrograph of the semi-purified preparation shows a high
concentration of apparent intermediate sized procapsid
structures, while the micrograph of the purified phage prepa-
ration lacks these small structures. The 15.8 kDa biomarker
corresponds to the phage head assembly protein, the
sequence of which is given in FIG. 5.

Example 2

Expression of 15.8 kDa ¢A1122 Head Assembly
Protein Following Infection

Bacteriophage amplification: After determining the
$A1122 phage MALDI-MS detection limit of to be 2(x2)x
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108 pfu/mL, amplification experiments were performed with
initial bacterial densities ranging from 1x10® to 1x10° cfu/
mL which were infected with 3(x2)x10° pfu/mL of pA1122
phage. One mL of bacteria samples were infected with 100
uL of phage and incubated with shaking (150 rpm/min) at
28° C. for 1-3 hours. Sample clean-up prior to MALDI
analysis consisted of pelletizing bacterial debris (10,000xg
for 5 minutes), followed by filtration through a standard 0.22
um cellulose acetate membrane. Samples were polyethylene
glycol (PEG) precipitated and re-suspended in an equal
volume of 0.85% saline solution. To remove the PEG,
differential centrifugation (11,000xg for 15 min) was
employed with an equal amount of chloroform. The aqueous
phase (top layer) containing phage particles were collected
and considered semi-purified for MALDI-MS analysis.

MALDI-MS: Ferulic acid (15 mg/ml) in a 17:33:50
mixture of 88% formic acid: acetonitrile: de-ionized water
was utilized as the matrix (see Madonna et al., supra). Mass
spectra were obtained with a 337 nm N2 laser in linear mode
using a PerSeptive Biosystems Voyager-DE STR+MALDI-
TOF-MS, (Applied Biosystems, Inc., Framingham, Mass.,
USA). Samples were applied to the hydrophobic target plate
in a sandwich fashion as follows: 0.5 pL. of matrix: 0.5 uL.
of sample: 0.5 ulL of matrix. The following parameters were
used to collect spectra: accelerating voltage 25 kV; grid
voltage 80%; delayed extraction time 100 ns; and a to 2 kDa
low mass ion gate. Mass spectra were acquired as an average
of 150 laser shots taken from 3 replicate sample spots (50
shots per spectrum). Raw data from Data Explorer (Applied
Biosystems, Inc. Framingham, Mass., USA) was exported
into SigmaPlot 7.0 (Point Richmond, Calif. USA) for spec-
tral comparison.

Results: MALDI-MS spectra from the actual 3-hour
phage amplification experiments for the different bacterial
densities are presented in FIGS. 6-8. For all three densities,
initial infection is shown in the bottom spectrum in each
Figure and indicates no detectable ¢A1122 phage signal
when an infecting phage concentration of phage of 3x10°
pfu/ml. was utilized. The culture was deliberately infected
well below the detectable threshold (LOD=2x10® pfu/mL)
of MALDI-MS so that any detectable change is the result of
progeny phage from the amplification event. FIGS. 6 and 7
demonstrate that at bacterial densities of 10® and 107 cfu/mL
a detectable phage signal is apparent at 1-hour post infec-
tion. Subsequent sampling at these densities 2 and 3-hours
post infection show increased signal intensities.

FIG. 8 demonstrates that as the bacterial concentration is
decreased to 10° cfi/mL a MALDI-MS signal is not appar-
ent until 2 hours post-infection. When the bacterial concen-
tration was decreased another order of magnitude, no appar-
ent MALDI-MS signal was obtained at 10° cfu/mL after
3-hours post infection when an MOI of 3.0 was utilized.

Antibiotic Resistance

The sensitivity of Yersinia pestis to a test agent is deter-
mined by using genetically modified bacteriophage $A1122
which overexpresses the 15.8 kDa head assembly protein
during the late eclipse or early latent period following
infection of Yersinia pestis. A sample comprising Yersinia
pestis at a concentration of 250 cells/ml is divided into two
samples, A and B. Sample A is contacted with the agent for
a period of time, e.g., 1 hour. Samples A and B are then each
combined with (suggest amount) of genetically modified
bacteriophage $pA1122 comprising the recombinant bacte-
riophage marker gene: upstream gene ¢p13-Laql?-pTrc-rbs-
gene $13. Following an incubation of 10 minutes, aliquots
from the exposed samples A and B are applied to LFI
devices comprising first and second antibodies that specifi-
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cally bind to the 15.8 kDa $A1122 head assembly protein in
order to assay for the presence of the head assembly protein.
The results from exposed samples A and B are compared. A
decreased in the head assembly protein signal in exposed
sample A indicates that the Yersinia pestis is susceptible to
the agent.

SILAS Surface-Based Detection

Methods: Coated surfaces and HRP conjugated antibody
are prepared using standard methods developed at Thermo
Electron Corporation, 81 Wyman Street, Waltham, Mass.
02454-9046. Briefly, the surfaces are coated in a solution of
HEPES buffer at pH 7.8 containing 4 ug/ml Rabbit anti-15.8
kDa ¢A1122 head assembly protein antibody for 48 hours.
After coating, the wafers are washed and over-coated with a
sugar:protein preservative, then divided into chips 7 mm
square.

Conjugation proceeds according to a Thermo Electron
modification of the method of Nakane. HRP is activated
using sodium periodate to introduce aldehydes onto the
carbohydrate portion of the protein. The activated HRP and
the rabbit antibody are mixed and allowed to incubate. The
conjugates are stabilized by adding sodium borohydride to
reduce the Schiff’s bases.

Testing is performed to determine the ability to detect the
15.8 kDa ¢A1122 head assembly protein provided. Initial
formats include both simultaneous and sequential formats.
The simultaneous format consists of mixing sample and
conjugate (diluted 1:100 in conjugate diluent) and adding
the sample to the surface of the coated OIA chip. Following
incubation, the surface is washed and dried followed by
addition of enzyme substrate (TMB). First and second
incubations are kept equivalent at either 5 or 10 minutes. The
sequential assay is similar to the simultaneous assay, except
the sample and conjugate are not mixed but added to the chip
independently. Incubation steps are separated by washing
and blotting steps. The sequential assay is run using 10-min-
ute incubations for all steps.

Results: The un-optimized methods described here are
clearly able to detect the 15.8 kDa ¢A1122 head assembly
protein in sample.

Example 3

Construction of Genetically Modified
Bacteriophage Comprising Recombinant Marker
Gene for Upregulated Expression of Head
Assembly Protein (FIGS. 1-3)

A recombinant bacteriophage marker gene for the over-
expression of gene ¢13 by genetically modified $A1122 is
made for use in a detection assay for Yersinia pestis.

Step 1: PCR amplification of upstream gene 13, Laql?,
pTrc-rbs, and gene ¢13 is done using primers as described in
FIG. 1.

Step 2: Insertions are done into cloning vector pBr322. 2a.
PCR amplified DNA products are cleaned up and inserted
into vector at indicated sites. 2b. pBR322 is ligated with
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insert with T4 DNA quick ligase. 2c. Vector with insert is
cleaned up and checked by PCR.

Step 3. The entire segment is inserted into pKNG101
cloning vector.

Step 4. Plasmid is electroporated into Yersinia pestis
$A1122, antibiotic selection of +colonies with plasmid is
done.

Step 5. Homologous recombination with wild type
$A1122 phage, selection, and enrichment of recombinant
phage is done.

Step 6. Plaques are isolated and tested for positive over-
expression by RT-PCR.

Step 7. Positive recombinant phage are used in bio-
detection assay as described herein.

Example 4

Pretreatment/Sample Preparation for Direct
Detection of Viral Major Capsid Protein (MCP)

Bacteriophage solutions with concentrations greater than
10'° pfu/ml were analyzed by combining ~100 uL of phage
solution with 20 puL. of f-mercaptoethanol (BME) and allow-
ing the reaction to occur at room temperature for ten minutes
prior to MALDI sample preparation. Reactions were
allowed to progress 10, 30, 60, 120, and 180 minutes with
no discernable difference in performance after ten minutes
suggesting that the reaction occurs relatively rapidly as
previously postulated. Casini et al.; In vitro papillomavirus
capsid assembly analyzed by light scattering, (2004) Virol-
ogy 325, pp 320-327. Volumes of PME added were varied
from 10 pL.-80 pl.. While the whole range of volumes added
is in excess the amount of 20 ul. was chosen to optimize
crystal formation in the MALDI sample preparation process.
MALDI-TOF samples were prepared by first spotting 1 pl.
of ~10 mg/ml of ferulic acid in a 17:33:50 mixture of 88%
formic acid, acetonitrile and de-ionized water solution, 1 pl.
of treated bacteriophage solution, and 1 pl. of additional
matrix solution in a sandwich fashion in triplicate on a
stainless steel target. Drying was carried out between each
addition in a vacuum dessicator.

Mass spectrometric measurements were carried out with
a 337 nm N, laser in positive ion linear mode using a
PerSeptive Biosystems Voyager-DE STR+MALDI-TOF-
MS (Applied Biosystems, Inc. Framingham Mass., USA).
Spectra were collected with 25 kV accelerating voltage, 75%
grid voltage, and 100 ns acceleration delay. Spectra were
collected for the triplicate spots with 250 shots per spectrum.
Data was exported from Data Explorer (Applied Biosys-
tems) into Sigmaplot v11.0 for plotting and spectral inter-
pretation.

Results: FIG. 10 shows results from MALDI-TOF of the
two samples. Visible in the sample prepared with ME is a
peak at 37.5 k m/Z representing the capsid protein for this
phage.

All citations are expressly incorporated herein in their
entirety by reference.

SEQUENCE LISTING

<160> NUMBER OF SEQ ID NOS: 10
<210>
<211>
<212>

<213>

SEQ ID NO 1
LENGTH: 39
TYPE: DNA
ORGANISM: Phage
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<400> SEQUENCE: 1
tcacacgtte ctaactacat
<210> SEQ ID NO 2
<211> LENGTH: 41
<212> TYPE: DNA

<213> ORGANISM: Phage
<400> SEQUENCE: 2
gaaaccatce cgtaatcgat
<210> SEQ ID NO 3
<211> LENGTH: 42
<212> TYPE: DNA

<213> ORGANISM: Phage
<400> SEQUENCE: 3
gacaccatca tcgatgaatg
<210> SEQ ID NO 4
<211> LENGTH: 44
<212> TYPE: DNA

<213> ORGANISM: Phage
<400> SEQUENCE: 4
cagatcaatt caagcttgeg
<210> SEQ ID NO 5
<211> LENGTH: 41
<212> TYPE: DNA

<213> ORGANISM: Phage
<400> SEQUENCE: 5
gcaaatattc tgaaatgagce
<210> SEQ ID NO 6
<211> LENGTH: 45
<212> TYPE: DNA

<213> ORGANISM: Phage
<400> SEQUENCE: 6
aatatggatc catacctctt
<210> SEQ ID NO 7
<211> LENGTH: 44
<212> TYPE: DNA

<213> ORGANISM: Phage

<400> SEQUENCE: 7

cgactacggyg atggttttet

<210> SEQ ID NO 8
<211> LENGTH: 45
<212> TYPE: DNA
<213> ORGANISM: Phage

<400> SEQUENCE: 8
ctacccaaca catatgggtce
<210> SEQ ID NO 9

<211> LENGTH: 23
<212> TYPE: DNA

cgaattcect aatggtgtg

gtegtattgt tctcectata g

gtgcaaaacc tttcgeggta tg

ctaactcaca ttaattgegt tgeg

aagctttgtt gacaattaat ¢

taatttttaa taataaagtt aatcg

tggatccatg atgactataa gacc

gacttatcct cctttegtta ttgtg

39

41

42

44

41

45

44

45
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-continued
<213> ORGANISM: Phage
<400> SEQUENCE: 9
tacgggatgg ttttcttatg atg 23
<210> SEQ ID NO 10
<211> LENGTH: 138
<212> TYPE: PRT
<213> ORGANISM: Phage
<400> SEQUENCE: 10
Met Met Thr Ile Arg Pro Thr Lys Ser Thr Asp Phe Glu Val Phe Thr
1 5 10 15
Pro Ala His His Asp Ile Leu Glu Ala Lys Ala Ala Gly Ile Glu Pro
20 25 30
Ser Phe Pro Asp Ala Ser Glu Cys Val Thr Leu Ser Leu Tyr Gly Phe
35 40 45
Pro Leu Ala Ile Gly Gly Asn Cys Gly Gly Gln Cys Trp Phe Val Thr
50 55 60
Ser Asp Gln Val Trp Arg Leu Ser Gly Lys Ala Lys Arg Glu Phe Arg
65 70 75 80
Lys Leu Ile Met Glu Tyr Arg Asp Lys Met Leu Glu Lys Tyr Asp Thr
85 90 95
Leu Trp Asn Tyr Val Trp Val Gly Asn Thr Ser His Ile Arg Phe Leu
100 105 110
Lys Thr Ile Gly Ala Val Phe His Glu Glu Tyr Thr Arg Asp Gly Gln
115 120 125
Phe Gln Leu Phe Thr Ile Thr Lys Gly Gly
130 135
We claim: ence of said bacteriophage marker indicates the pres-

1. A method for determining the presence or absence of

bacteria of a target bacterial type in a sample, comprising

(1) contacting the sample with genetically modified bac-
teriophage that are selective for the target bacterial type
under conditions that allow said genetically modified
bacteriophage to infect said bacteria of the target bac-
terial type that may be present in said sample, thereby
producing a bacteriophage exposed sample, wherein
said genetically modified bacteriophage comprise a
recombinant bacteriophage marker gene comprising a
nucleic acid sequence encoding a bacteriophage marker
operably linked to an expression control region that
affects expression of said bacteriophage marker gene
during the late eclipse or early latent period following
infection of said bacteria of the target bacterial type by
said genetically modified bacteriophage and results in
overexpression of the bacteriophage marker gene;

(ii) incubating said bacteriophage exposed sample for a
period of time sufficient to allow said genetically
modified bacteriophage to infect said bacteria of the
target bacterial type that may be present in said sample;
and

(iii) assaying said bacteriophage exposed sample for the
bacteriophage marker encoded by said bacteriophage
marker gene to detect the protein expressed from the
bacteriophage marker gene, wherein said assaying step
does not detect the presence of said bacteriophage
marker in the bacteriophage exposed sample in the
absence of bacterial infection, and wherein the pres-
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ence of said bacteria of the target bacterial type in said
sample,
wherein said nucleic acid sequence encoding a bacterio-
phage marker encodes an endogenous head assembly
protein, and wherein said expression control region
affects overexpression of said bacteriophage marker
gene encoding said endogenous head assembly protein,

wherein said bacteriophage marker encoded by said bac-
teriophage marker gene is not accessible for detection
on intact progeny phage, and

wherein said target bacterial type is Yersinia pestis, and

wherein said endogenous head assembly protein is the

15.8 kDa ¢A1122 head assembly protein.

2. The method according to claim 1, further comprising
the use of a negative control, wherein steps (i)-(iii) are
repeated with a control sample known to lack bacteria of the
target bacterial type to confirm that said assaying step does
not detect the presence of said bacteriophage marker in the
bacteriophage exposed sample in the absence of bacterial
infection.

3. The method according to claim 1, wherein said assay-
ing step involves lysis of the bacteria.

4. The method according to claim 1, wherein said bacteria
of the target bacterial type are present in said sample at a
concentration of less than about 1000 cells/ml.

5. The method according to claim 1, wherein said incu-
bation step comprises a period of time less than the time
required to initiate a second cycle of infection by progeny of
said genetically modified bacteriophage.
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6. The method according to claim 1, wherein said incu-
bation step comprises a period of time less than the repli-
cation time of said genetically modified bacteriophage.

7. The method according to claim 1, wherein said incu-
bation step comprises a period of time less than about 45
minutes.

8. The method according to claim 1, wherein the period of
time from said contacting step to the result of said assaying
step comprises a period of time less than about 45 minutes.

9. The method according to claim 1, wherein said assay-
ing step involves the use of at least one antibody to detect
said bacteriophage marker.

10. The method according to claim 9, wherein said
antibody is a monoclonal antibody.

11. The method according to claim 9, wherein said
antibody is present on a lateral flow immunochromatogra-
phy (LFI) apparatus or a SILAS surface.

12. The method according to claim 1, wherein said target
bacterial type is Yersinia pestis, said genetically modified
bacteriophage is a genetically modified ¢A1122, said
nucleic acid sequence encoding a bacteriophage marker
encodes a $A1122 endogenous head assembly protein, said
expression control region affects overexpression of said
bacteriophage marker gene encoding said endogenous head
assembly protein following infection of Yersinia pestis.

13. The method according to claim 12, wherein said
recombinant bacteriophage marker gene comprises
upstream gene ¢13-Laql?-pTrc-rbs-gene ¢p13.

#* #* #* #* #*
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